Figure S1 (B): Overview of conflict regions of PacBio assemblies to Bionano genome maps.
The green horizontal bar represents WGS assemblies. The blue horizontal bar represents the optical maps. The vertical line represents their matching label sites. The purple vertical bars mark where the conflicts are located on the WGS assembly when there is a conflict between WGS assembly and an optical map. Plot of k-mer counts in the WGS Illumina pair-end sequences. After counting all 19-mers to 31-mers in the reads, the number of distinct k-mers (y-axis) that occur exactly X times (x-axis) were plotted. Histograms of k-mer frequencies in the raw read data for k = 19 (blue) and k = 31 (green). The extreme peak at k<25 on x-axis representing the distinct k-mers, is an artifact caused by sequencing errors. The peaks near x = 175 indicate the number of k-mers that occurred 175 times in the data, which correspond to regions where the assembler created distinct contigs for divergent putative haplotypes. In this case at least 11 sets of tetraploid chromosomes were able to be paired with reasonable accuracy 
